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Variations in IRF7
V (87/120 mammals, 1/13 reptiles) T (7/120 mammals, 4/13 reptiles) L (1/120 mammals) I (2/120 mammals) F (1/13 reptiles) C (2/13 reptiles) T (1/90 ray-finned fish) I (1/5 amphibians, 2/90 ray-finned fish) W (1/120 mammals) Figure S1 . The maximum likelihood phylogeny of the IRF protein family. For each IRF group, protein sequences from 13 representative vertebrate species are included (except for IRF3 where birds have no IRF3). The accession numbers for the sequences used are listed in Table S1 . Internal branches supported by the bootstrap values equal to or higher than 70% are shown in red. Table S1 . The five conserved tryptophans (Ws) are pointed with yellow triangles. The two conserved motif regions (A and B) are indicated by black dots. Figure S3 . Sequence conservation of the DBD region of the IRF protein family. The amount of sequence conservation for each position is represented by sequence logo. The overall height of the stack of letters indicates the sequence conservation at that position. The height of symbols within each stack indicates the relative frequency of each amino acid at that position. Colors used for different amino acids are as follows: green (K, R, H), blue (D and E), red (A, V, L, I, P, W F, M), and black for all others. A total of 116 protein sequences (13 each for the nine IRF families, except for IRF3 where birds have no IRF3) are included in the multiple sequence alignment. The accession numbers for the sequences used are listed in Table S1 . The five conserved tryptophans (Ws) are pointed with yellow triangles. The sequence logos specific to each IRF group were produced from the region marked with a thick black bar and presented in Figure 1b and c. Figure S4. Sequence conservation of the DBD regions of the IRF3 (a) and IRF7 (b) subfamilies. The amount of sequence conservation for each position is represented by sequence logo. The overall height of the stack of letters indicates the sequence conservation at that position. The height of symbols within each stack indicates the relative frequency of each amino acid at that position. Colors used for different amino acids are as follows: green (K, R, H), blue (D and E), red (A, V, L, I, P, W F, M), and black for all others. Multiple sequence alignments were generated using 66 IRF3 and 65 IRF7 sequences listed in Tables S2 and S3 . The five conserved tryptophans (Ws) are pointed with yellow triangles. The DPHK motif is marked with black dots. The secondary structure as well as the protein-DNA contact position (numbers in blue background) information is taken from Panne et al. (2007) . The position numbers are based on the human IRF3 and IRF7 proteins (UniProt accession #: Q14653 and Q92985, respectively). α1  β1  β2 β2  β1   β3  β4  α3   1  2  3  4  5  6  7  8  9  10  11  12  13  14  15  16  17  18  19  20  21  22  23  24  25  26  27  28  29  30  31  32  33  34  35  36  37  38  39  α3   α4  β9   α1  β3   α1  β4  β5  β6   β8  β9   α2  β7   β2  β1   279  260  261  262  263  264  265  266  267  268  269  270  271  272  273  274  275  276  277  278  279  280  281  282  283  284  285  286  287  288  289  290  291  292  293  294  295  296  297  298  299  300  301  302  303  304  305   348  349  350  351  352  353  354  355  356  357  358  359  360  361  362  363  364  365  366  367  368  369  370  371  372  373  374  375  376  377  378  379  380  381  382  383  384  385  386  387  388  389  390   441  442  443  444  445  446  447  448  449  450  451  452  453  454  455  456  457  458  459  460  461  462  463  464  465  466  467  468  469  470  471  472  473  474  475  476  477  478  479  480   306  307  308  309  310  311  312  313  314  315  316  317  318  319  320  321  322  323  324  325  326  327  328  329  330  331  332  333  334  335  336  337  338  339  340  341  342  343  344  345  346  347   b   190  191  192  193  194  195  196  197  198  199  200  201  202  203  204  205  206  207  208  209  210  211  212  213  214  215  216  217  218  219  220  221  222  223  224  225  226  227  228  229  230  231  232  233  234   235  236  237  238  239  240  241  242  243  244  245  246  247  248  249  250  251  252  253  254  255  256  257  258  259  260  261  262  263  264  265  266  267  268  269  270  271  272  273  274  275  276  277  278  279  280   281  282  283  284  285  286  287  288  289  290  291  292  293  294  295  296  297  298  299  300  301  302  303  304  305  306  307  308  309  310  311  312  313  314  315  316  317  318  319  320  321  322  323  324  325  326  327  328  329   330  331  332  333  334  335  336  337  338  339  340  341  342  343  344  345  346  347  348  349  350  351  352  353  354  355  356  357  358  359  360  361  362  363  364  365  366  367  368  369  370  371  372  373  374  375   β13  α5  β12  α4   β5  α2  β4  β6   α3  β6  β8  β9  β7   β10  α4  α3  β11   β2  β3  β1  α1   376  377  378  379  380  381  382  383  384  385  386  387  388  389  390  391  392  393  394  395  396  397  398  399  400  401  402  403  404  405  406  407  408  409  410  411  412  413  414  415  416  417  418  419  420  421  422 a Figure S5 . Sequence conservation of the C-terminal regions of the IRF3 (a) and IRF7 (b) subfamilies. The amount of sequence conservation for each position is represented by sequence logo. The overall height of the stack of letters indicates the sequence conservation at that position. The height of symbols within each stack indicates the relative frequency of each amino acid at that position. Colors used for different amino acids are as follows: green (K, R, H), blue (D and E), red (A, V, L, I, P, W F, M), and black for all others. Multiple sequence alignments were generated using 66 IRF3 and 65 IRF7 sequences listed in Tables S2 and S3 . The GASSL and GVSSL motifs are marked with black dots. The secondary structure information for IRF3 (a) is taken from Qin et al. (2003) . For IRF7 (b), the secondary structure was predicted using PSIPRED 4.0 (Buchan and Jones, 2019) . The positions of the ten positively charged amino acids identified to form the basic surface by Qin et al. (2003) are marked with yellow for IRF3 (a). The corresponding positions that have positively charged amino acids are also marked with yellow in IRF7 (b) The position numbers are based on the human IRF3 and IRF7 proteins (UniProt accession #: Q14653 and Q92985, respectively). Figure S6 . The maximum likelihood phylogeny of the avian IRF7 proteins and the amino acid sequences found in the DPHK and GASSL motifs. Forty avian IRF7 protein sequences are included. The accession numbers for the sequences used are listed in Table S5 . Apteryx rowl (Okarito kiwi; Apterygiformes) was used as the outgroup. Numbers shown at nodes are the bootstrap supporting values (%). Only those equal to or higher than 70% are shown. For each IRF7 protein sequence, the existence of the DPHK and GASSL motifs are shown with red and green rectangles. When variant sequences are found, actual amino acid sequences are shown. 
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